OBJECTIVE: Prior studies demonstrate altered autonomic regulation in preeclampsia using invasive techniques but it is unclear if noninvasive methods produce similar results. Utilizing a non-invasive monitoring device, we measured maternal heart rate variability (HRV) before and after delivery, to test the hypothesis that sympathovagal balance is altered in preeclampsia. STUDY DESIGN: Prospective case-control study of 60 women, >23 weeks gestation, at a single institution (May '16 -Jan '18). Participants enrolled in four groups (target 15 per arm): i) healthy controls; ii) chronic hypertension (cHTN); iii) gestational hypertension (gHTN) or preeclampsia without severe features (PE); iv) preeclampsia with severe features (PE-SF). Non-invasive heart rate (HR) monitoring was performed with an iPhoneÒ application, CameraHRV, which utilizes the camera lens to detect and analyze blood volume changes at the fingertip. We assessed maternal HR, R-R interval (HRV time domain), and low frequency (LF) and high frequency (HF) signaling (HRV frequency domains, in Hertz (Hz)]. Data were collected in a standardized fashion for > 5 minutes on the day of delivery and postpartum days (PPD) 1 and 2. Univariate analyses were performed using ANOVA, t-test, or Fisher's exact test, with a¼0.05.
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RESULTS: HRV data (pre-delivery, PPD 1, and PPD 2) were available for 55 of 60 women. Final analysis included: healthy controls (n¼15); cHTN (n¼8); gHTN or PE (n¼19); and PE-SF (n¼13). Overall, mean (AESD) maternal age was 32.94 (5.59) years, BMI 36.16 (7.67) kg/m 2 , and gestational age 36.73 (2.89) weeks. R-R interval was not significantly different between groups before delivery or in the postpartum period (Table 1) . LF and HF domains did vary between groups. In women with PE-SF, both LF and HF autonomic activity increased from delivery to PPD 2 [LF (p¼0.016); HF (p¼0.0038)]. In contrast, LF and HF activity did not change postpartum in any other group studied (Figure 1) . Although LF and HF activity increased in PE-SF after delivery, the ratio of LF/HF signaling remained unchanged (1.07 vs. 1.11, p¼0.63). CONCLUSION: Utilizing non-invasive HRV monitoring, we found that autonomic activity increases postpartum in PE-SF. However, this finding was not seen in the HRV time domains (R-R interval), and overall sympathovagal balance (LF/HF ratio) was maintained in all groups.
1024 Ecology and diversity of the vaginal microbiome in pregnancy and postpartum OBJECTIVE: We and others have previously shown that the vaginal microbiome signature in pregnancy is significant for its reduced diversity and richness. However, the underlying mechanisms driving this loss of microbial diversity were previously unknown. Here, we aimed to study transitions and community dynamics within the vaginal microbiota during the third trimester, delivery, and postpartum. STUDY DESIGN: We performed a prospective study, using whole genome shotgun (WGS) metagenomic sequencing using the Illumina HiSeq platform of microbial DNA extracted from vaginal samples (n¼201) collected from 60 gravidae during pregnancy (third trimester and delivery) and 4-6 weeks postpartum. RESULTS: Metagenomics demonstrates the vaginal microbiome clusters according to the predominant species e L. iners, L. crispatus, and G. vaginalis, a fourth cluster dominated by L. jensenii/L. iners, and a fifth mixed species cluster (Fig1A). Modeling the temporal dynamics of the community though discrete time Markov chains revealed differences in cluster membership within the 3rd trimester to delivery (Fig1B) and delivery to postpartum intervals ( Fig1C). To understand the patterns of species association, we used probabilistic modeling to determine significant positive and negative co-occurrences. We found a majority of significant species co-occurrences to be positive (85% of significant co-occurrences). When samples were 
